ABSTRACT Staphylococcus epidermidis is an opportunistic pathogen that commonly colonizes human skin and mucous membranes. We report here the complete genome sequences of three S. epidermidis phages, Quidividi, Terranova, and Twillingate, which are members of the Twort-like group of large myophages infecting Gram-positive hosts.
2.2.28 (9) against the NCBI nonredundant (nr), UniProt Swiss-Prot (10) , and TrEMBL databases. InterProScan 5.15-54.0 (11), LipoP (12) , and TMHMM 2.0 (13) were used to predict protein function. All analyses were conducted at default settings via the CPT Galaxy (14) and Web Apollo (15) interfaces (https://cpt.tamu.edu/).
Myophages Quidividi, Terranova, and Twillingate possess similar genome sizes (141,446 bp, 141,288 bp, and 142,592 bp, respectively), coding densities (88% to 91%), and low GC contents (each has 28%). The phages share 83% to 88% DNA similarity and are Ͼ82% identical to phage phiIPLA-C1C (16), as determined by progressiveMauve 2.4.0 (17) . These phages are members of the Twort-like group of large myophages, and they possess multiple self-splicing group I introns in their genomes (18) . Introns with precise boundaries were identified in the terminase large subunit, ribonucleotide reductase subunit, double-strand break Mre1 repair protein, endolysin, and DNA polymerase genes. Introns were identified interrupting the tape measure protein-coding regions, but the precise boundaries could not be determined bioinformatically. An intein interrupting the DNA helicase was also identified.
Data availability. Quidividi has been deposited in GenBank under accession no. MH321490, SRA no. SRR8788536, and BioSample no. SAMN11260697. Terranova has been deposited in GenBank under accession no. MH542234, SRA no. SRR8788203, and BioSample no. SAMN11259659. Twillingate has been deposited in GenBank under accession no. MH321491, SRA no. SRR8788533, and BioSample no. SAMN11260686. These three phages are located under BioProject no. PRJNA222858.
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